showing average reads from nB, PE-specific GCB, and BMPC in both KO and C mice. PE-specific GCB are primarily of the VH1-81 repertoire labeled above. Data in b and c represent the average of 3 biological replicates. RNA-seq data are from 18 samples from 24 mice and 3 experiments, where 3 KO and 3 Ctl samples were analyzed for nB, GCB, and BMPC and two mice were pooled for GCB. Each cell type contained 4 female and 2 male (nB, GCB) or 4 male and 2 female (BMPC) mice split evenly between the genotypes. Differentially expressed genes had an FDR ≤0.01 and a fold-change ≥2. 42 ), splenocytes, the lymphoma cell line CH12, thymus, testis, and brain tissue (from ENCODE 43 ). Significance is denoted by size (key upper left). (e) Average DNA methylation levels proximal to transcription factor motif binding sites. DNA methylation data are from 18 samples from 24 mice and 3 experiments, where 3 KO and 3 Ctl samples were analyzed for nB, GCB, and BMPC and two mice were pooled for GCB. Each cell type contained 4 female and 2 male (nB, GCB) or 4 male and 2 female (BMPC) mice split evenly between the genotypes.
